
logo MFYLYQSNRLESTLAALFAR IQKVKPLKCSALQPEQI IVVQSQGMRRYLNTCLARDLGVAANLASFSLPAGLTWKLMKKL IPGIPELSP
NTDB id 21659 NMA RS10010 WP 002247043.1 MFYLYQSNRLETLAALFARIQKVKPLKSALQPEQIIVQSQGMRRYLNTCLARDLGVAANLSFSLPAGLTWKLMKKLIPGIPELSP 85
NTDB id 1133 OK783 RS06970 WP 010951252.1 MFYLYQSNRLESLAALFARIQKVKPLKCALQPEQIVVQSQGMRRYLNTCLARDLGVAANLAFSLPAGLTWKLMKKLIPGIPELSP 85
consensus !!!!!!!!!!!*!!!!!!!!!!!!!!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!

logo FAPEVMRWRLLDLFRSAEAEFQRNGTAEFEDVRNVLQDYLGSGESADYQLAGQLADI FDQYLVYRPQWIDAWQQGR I
RLGLGDDE IWQSK

NTDB id 21659 NMA RS10010 WP 002247043.1 FAPEVMRWRLLDLFRSEAFRNTAEFEDVRNVLQDYLGSGESADYQLAGQLADIFDQYLVYRPQWIDAWQQGRRLGLGDDEIWQSK 170
NTDB id 1133 OK783 RS06970 WP 010951252.1 FAPEVMRWRLLDLFRSAEFQNGAEFEDVRNVLQDYLGSGESADYQLAGQLADIFDQYLVYRPQWIDAWQQGRILGLGDDEIWQSK 170
consensus !!!!!!!!!!!!!!!! ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!

logo LWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGI STMAPMYLQLLHKLSEHCDVFVFALNPSGMHYWGNVI EAAQI LKGG
NTDB id 21659 NMA RS10010 WP 002247043.1 LWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGISTMAPMYLQLLHKLSEHCDVFVFALNPSGMYWGNVIEAAQILKGG 255
NTDB id 1133 OK783 RS06970 WP 010951252.1 LWRYLDDGRQSAPHRVALWEKLLAALDKDKLPERYFVFGISTMAPMYLQLLHKLSEHCDVFVFALNPSGMHWGNVIEAAQILKGG 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!

logo GDPDLTQAGHPLLASLGKQGRDFFDFLNEME I EEGETPVFEEGGRDTLLHALQTDIQNLKMPSENVGSVGTDDGS ICR IVSAHSPLR
NTDB id 21659 NMA RS10010 WP 002247043.1 GDPDLTQAGHPLLASLGKQGRDFFDFLNEMEIEGETPVFEEGGRDTLLHALQTDIQNLKMPSENVGSVGTDDGSIRIVSAHSPLR 340
NTDB id 1133 OK783 RS06970 WP 010951252.1 GDPDLTQAGHPLLASLGKQGRDFFDFLNEMEIEEETPVFEEGGRDTLLHALQTDIQNLKMPSENVGSVGTDDGSICIVSAHSPLR 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!

logo ELQI LKDKLLKI LHEHPDWQPHDIAVLTPNI EPSYTPF I EAVFGQAQPGAQALPYSVSDVKI SRRQPFLFHYALESCLVFSDLLESRFEVDG
NTDB id 21659 NMA RS10010 WP 002247043.1 ELQILKDKLLKILHEHPDWQPHDIAVLTPNIESYTPFIEAVFGQAQPGAQALPYSVSDVKISRRQPLFHALSCLFDLLESRFEVD 425
NTDB id 1133 OK783 RS06970 WP 010951252.1 ELQILKDKLLKILHEHPDWQPHDIAVLTPNIEPYTPFIEAVFGQAQPGAQALPYSVSDVKISRRQPFFYALECVSDLLESRFEVG 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !*!! !* !!!!!!!!!

logo KVLAVLLETAPVLRHRFGLTEGDDLPLLHDMVADLNVHRWGLDGEMRGGTDQLFTWKQAAVDERMI LGWMLPEGGNPMWQDGVSAWYADVNQ
NTDB id 21659 NMA RS10010 WP 002247043.1 KVLVLLETAPVLRHFGLTEDDLPLLHDMVADLNVRWGLDGEMRGGTDQLFTWKQAVERMILGWMLPEGGNPMWQGVSAWYADVNQ 510
NTDB id 1133 OK783 RS06970 WP 010951252.1 KVLALLETAPVLRRFGLTGDDLPLLHDMVADLNVHWGLDGEMRGGTDQLFTWKQAADRMILGWMLPEGGNPMWQDVSAWYADVNQ 510
consensus !!! !!!!!!!!!*!!!! !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!! *!!!!!!!!!!!!!!!!! !!!!!!!!!!

logo TALMFGRFAAFLETLSTDIAVR IWRQPATVDGEWVARCRDLLETLFQAVEGGPDDQKAVQNSLENEWVKWQAEESTETLAGQFFSGQLPLQHQTVIRHIR
NTDB id 21659 NMA RS10010 WP 002247043.1 TALFGRFAAFLETLTDIVRIWRQPATVDEWVARCRDLLETLFQVEGDDQKAVQSLENEWVKWQAETELAQFSGQLPLHTVIRHIR 595
NTDB id 1133 OK783 RS06970 WP 010951252.1 TAMFGRFAAFLETLSDIARIWRQPATVGEWVARCRDLLETLFQAGPDDQKAVQNLENEWVKWQEESTLAGFFGQLPQQTVIRHIR 595
consensus !!*!!!!!!!!!!!*!! !!!!!!!!! !!!!!!!!!!!!!!! *!!!!!!! !!!!!!!!! !* !! ! !!!! *!!!!!!!



logo RFLDSESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRNTKAAVFDL IVAKHPAKGDRARRDDDRYLFLEAL I SARE I LY
NTDB id 21659 NMA RS10010 WP 002247043.1 RFLDSESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRNTKAAVFDLIAKHPAKGDRARRDDDRYLFLEALISAREILY 680
NTDB id 1133 OK783 RS06970 WP 010951252.1 RFLDSESEAGFLRGGITFCSMVPMRSLPFKVICLLGLNDGDFPRNTKAAVFDLVAKHPAKGDRARRDDDRYLFLEALISAREILY 680
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LSYIGRDIRKDEELAPSSSLLGEL IDTVAAMTGTNSRQLAQNWI EQHPLQAFSRRYFQEGGRSDGI FGTRTDYAAALGQTPEPPQP
NTDB id 21659 NMA RS10010 WP 002247043.1 LSYIGRDIRKDEELAPSSLLGELIDTVAAMTGTNSRQLAQNWIEQHPLQAFSRRYFQEGGRSDGIFGTRTDYAAALGQTPEPPQP 765
NTDB id 1133 OK783 RS06970 WP 010951252.1 LSYIGRDIRKDEELASSSLLGELIDTVAAMTGTNSRQLAQNWIEQHPLQAFSRRYFQEGGRSDGIFGTRTDYAAALGQTPEPPQP 765
consensus !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FFDQPVENAEPVAE IGQDEF IRFWRNPVKVWLQQQLAWSEPHIGEAWEPAEPFEPQHADEQIAETYI EGARREGQRDFASQTAAR IAGAE
NTDB id 21659 NMA RS10010 WP 002247043.1 FFDQPVENAEPVAEIGQDEFIRFWRNPVKVWLQQQLAWSEPHIGEAWEPAEPFEPQHADQIAETYIEARREGRDFAQTAARIGAE 850
NTDB id 1133 OK783 RS06970 WP 010951252.1 FFDQPVENAEPVAEIGQDEFIRFWRNPVKVWLQ.QLAWSEPHIGEAWEPAEPFEPQHAEQIAETYIGARREGQDFSQTAARIAAE 849
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!! !!!!! !! !!!!!!*!!

logo SLLPSGELGKRLWQQNSFQTAAKQIDTAVLNSPKLPPFLPSYAIPSDGQI LKGSLGNLYRCGQVFYAYGKPNAPQRI
VAFLLEHL I FCAV

NTDB id 21659 NMA RS10010 WP 002247043.1 SLLPSGELGRLWQQNFQTAAKQIDTAVLNSPKLPPLSYAIPSDGQILKGSLGNLYRCGQVFYAYGKPNAPQRIAFLLEHLIFCAV 935
NTDB id 1133 OK783 RS06970 WP 010951252.1 SLLPSGELGKLWQQSFQTAAKQIDTAVLNSPKLPPFPYAIPSDGQILKGSLGNLYRCGQVFYAYGKPNAPQRVAFLLEHLIFCAV 934
consensus !!!!!!!!!*!!!! !!!!!!!!!!!!!!!!!!!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!

logo MPSEAETRQTF IVQSGETE I
VLAE IAQDRALQLLSEWMAFFNIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQTAYYGNSKVS

NTDB id 21659 NMA RS10010 WP 002247043.1 MPSEAETRQTFIVQSGETEILAEIAQDRALQLLSEWMAFFNIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQTAYYGNKVS 1020
NTDB id 1133 OK783 RS06970 WP 010951252.1 MPSEAETRQTFIVQSGETEVLAEIAQDRALQLLSEWMAFFNIGQNRPLPFFAKTSLAAAEAFAQKQDWEAALKKAQTAYYGSKVS 1019
consensus !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!

logo KGQKDYTEVALVFGNASQNPLEQPLFENLARLLADTLAAAEKREGATGAA
NTDB id 21659 NMA RS10010 WP 002247043.1 KGQKDYTEVALVFGNASQNPLEQPLFENLARLLADTLAAAEKREGAGAA 1069
NTDB id 1133 OK783 RS06970 WP 010951252.1 KGQKDYTEVALVFGNASQNPLEQPLFENLARLLADTLAAAEKREGTGAA 1068
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!
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